Viruses never do as they're told, and
there’s a good reason for it:
bacteria-phage coevolution as a
driver of diversity
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Temperate phage

- Koskella & Brockhurst FEMS Microbiol Rev 2014
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Lytic phage

- Koskella & Brockhurst FEMS Microbiol Rev 2014
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(a) Phyllosphere compositional dissimilarity across treatments and time
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Microbial communities are:

* Complex
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Microbial communities are:
Phages are known to....

* Complex
e Shape composition of bacterial communities

* Variable (across space)
* Show specific adaptations to ‘local’ bacteria

* Dynamic (across time)
* Drive changes in composition over time

* Important in shaping host phenotype
* Be important in shaping host phenotype
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